A detailed genetic analysis of more than a thousand human subjects clusters them into five groups corresponding to major geographical regions. This new study shows that self-reported ancestry is a good predictor of one's genetic make-up.
Since the 18 th century, there has been much controversy on how one should classify human individuals, and on what basis: physical appearance, skin color or, recently, genetic diversity. The first genetic data on blood group and protein diversity showed that racial categories based on quantitative traits were arbitrary, as the human populations could not be simply divided into a few categories, but rather formed a continuum resulting from the settlement history of our species [1] . More recent molecular studies have allowed us to detail this complex migration and expansion process and put it into a time frame [2] [3] [4] . Genetic studies have also shown that most of the genetic variability in our species is due to differences between individuals within populations, rather than to differences between populations [5, 6] . This might be because human populations have not been independently evolving entities, but rather have maintained connections through the exchange of migrants; it also implies that the definition of a human population is somewhat unclear. Despite this ambiguity, most genetic studies have involved the comparison of gene frequencies among different samples assumed to be drawn from different population subdivisions.
The novelty of the recent work of Rosenberg et al. [7] is precisely that they have checked the validity of the population-sampling approach and tried to define the genetic structure of the human population without using a priori information on the geographic origin of the individuals. For that purpose, they used the structure program [8] , which attempts to find, for each individual, the proportion of its genome that comes from a given 'population', whose unknown genetic constitution is estimated in the same process. This procedure is performed successively with the assumption of an increasing number of 'populations' or clusters (K): K = 2, 3, 4 and so on [8] .
Rosenberg et al. 13% [6,15] ), and shows that identical STR alleles can be found in very distant individuals. It is only because a very large number of loci were studied that individuals could be correctly assigned to the five clusters. Previous attempts at assigning individuals to similar continental groups were much less successful [15, 16] . For instance, about 30% of misclassifications were observed when only 21 biallelic markers were used [15] , while Rosenberg et al. [7] showed that about 150 loci were needed to have five stable clusters at the world level, and thus correct assignments.
With these new methodologies allowing the apportionment of an individual genome to hidden populations or subdivisions, it would be tempting to carry out anthropological or epidemiological studies without care for the ethnic or geographic origin of an individual, with the hope that this assignment will be done later solely on genetic basis. This would probably be a mistake for the following reasons. First, while genetic assignment to global geographic regions only requires the genotyping of 150 markers, more loci are needed to resolve finer subdivisions [7] , because differences between nearby populations are usually very small. Self-reported ancestry is thus much less costly and Rosenberg et al. [7] find it is often as accurate as large-scale genotyping. Second, grouping individuals according to their genotypes would be equivalent to creating 'pure' breeds in agronomy. It does not correspond at all to the real nature of human groups, which incorporate new immigrants each generation, and which are all made of individuals of mixed ancestry [17] .
It is thus likely that statistically reconstructed populations do not correspond to real entities. The definition of these virtual entities actually depends on the sampling scheme, the number of genotyped loci and the variability of the markers used [7, 8, 16, 18] . Finally, the definition of groups (case-control or others) in epidemiological studies on a pure genetic basis may be problematic, because disease susceptibility genes or genes controlling drug responses might interact with social or cultural factors that can be readily identified from simple queries, leading to potentially false genetic associations if missing [19] .
The value of the structure approach arises precisely when confronting geographic and genetic information, such as recognizing populations and individuals of mixed ancestry. This approach can lead to more powerful case-control studies taking into account sample internal stratification [20] , and can 
